Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.061; wR factor = 0.197; data-to-parameter ratio = 15.1.
The indolyl -NH group of the title Schiff base, C 19 H 19 N 3 O 2 , forms a hydrogen bond to the -OH group of an inversionrelated molecule, resulting in a hydrogen-bonded dimer; adjacent dimers are further linked through an interdimer N-HÁ Á ÁO hydrogen bond involving the -C( O)-NH-N fragment to form a linear ribbon that runs along the a axis.
Related literature
For a related compound that co-crystallizes with 3-indolylacetylhydrazine, see: Ali et al. (2007) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
The Schiff base that is derived by condensing 2,4-dihydroxyacetophenone with indole-3-acetylhydrazine crystallizes as a co-crystal with unchanged indole-3-acetylhydrazine (Ali et al., 2007) . The reason for the formation of the co-crystal appears to be related to the ease of hydrogen bond formation as the parent ketone itself has two possible donor sites.
In the similar synthesis but with 2-hydroxy-5-methylacetophenone, only the pure Schiff base is obtained (Scheme I, Fig.  1 ). The indolyl -NH unit forms a hydrogen bond to the -OH unit of an inversion-related molecule to furnish a hydrogenbonded dimer; adjacent dimers are further linked through an inter-dimer N-H···O hydrogen involving the -C(=O)-NH-N= fragment to form a linear ribbon chain that runs along the shortest axis of the triclinic unit cell (Fig. 2) . The hydroxy group itself engages in intramolecular hydrogen bonding.
Experimental
Indole-3-acetylhydrazine (0.55 g, 4 mmol) and 2-hydroxy-5-methylacetophenone (0.52 g, 4 mmol) were dissolved in ethanol (100 ml). The reactants were heated under reflux for 1 h. The solvent was removed to give the tSchiff base, which was purified by recrystallization from ethanol.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.99 to 0.99 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.2 to 1.5U(C).
The amino and hydroxy H-atoms were located in a difference Fourier map, and were refined with a distance restraint of N-H/O-H 0.85±0.01 Å; their displacement parameters were freely refined. Figures   Fig. 1 . Thermal ellipsoid plot of C 19 H 19 N 3 O 2 ; ellipsoids are drawn at the 70% probability level, and H atoms as spheres of arbitrary radii. Symmetry codes: (i) −x+1, −y, −z+1; (ii) −x+1, −y+1, −z+1.
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